ABSTRACT We report here the genome sequences of four Lactobacillus plantarum strains which vary in surface hydrophobicity. Bioinformatic analysis, using additional genomes of Lactobacillus plantarum strains, revealed a possible correlation between the cell wall teichoic acid-type and cell surface hydrophobicity and provide the basis for consecutive analyses.
Comparing the genomes of both groups by BADGE and following bioinformatic analysis, we could determine the genes tagD1-tagF1-tagF2 (tag locus) in hydrophilic strains, which were lacking in the genomes of hydrophobic strains (11) . In line with that finding, hydrophilic strains are supposed to synthesize poly(Gro-P) while hydrophobic strains are supposed to synthesize poly(Rbo-P) WTAs (3, 4) .
The availability of these L. plantarum genome sequences provides the basis for consecutive analyses (e.g., wall teichoic acid isolation and transcriptomics) with the objective to obtain new insights regarding the role of WTAs on surface hydrophobicity or adhesive properties to biotic and abiotic materials.
Accession number(s).
The four complete L. plantarum genomes have been deposited in DDBJ/EMBL/GenBank under the accession numbers stated in Table 1 .
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